. Enrichment of Pol II at CARE sites of ARS genes (A) and at both CARE and the promoter of Wars gene (B). MEFs were incubated for 8 h in DMEM or DMEM + 5 mM HisOH to activate the AAR. The cells were subjected to ChIP analysis with antibodies specific for the subunit 1 of RNA polymerase II (RBP1). The data are plotted as the ratio to input DNA and are the averages ± standard deviations for at least three samples. The arrows denote the annotated TSS of each gene. The grey ovals represent the approximate location of CARE sites. The primer sequences used for RT-qPCR are listed in Table 1 . Figure S4 . Enrichment of Pol II at the CARE-containing proximal promoter of the mouse Asns and Atf3 genes. MEFs from wild type (WT) and Atf4 knockout (Atf4 KO) mice were incubated for 8 h in DMEM or DMEM + 5 mM HisOH to activate the AAR. The cells were subjected to ChIP analysis with antibodies specific for the subunit 1 of RNA polymerase II (RBP1). The data are plotted as the ratio to input DNA and are the averages ± standard deviations for at least three samples per experiment. An asterisk (*) denotes a statistically significant difference of p ≤ 0.05 relative to the corresponding DMEM control value for that particular primer set. The CARE sequences are boxed and the arrows indicate the annotated transcription start site. The primer sequences used for RT-qPCR are listed in Table 1 . Figure S5 . Enrichment of the tri-methylation of Histone 3 lysine 4 (H3K4me3) across the Sars gene. MEFs from wild type (WT) and Atf4 knockout (Atf4 KO) mice were incubated for 8 h in DMEM or DMEM + 5 mM HisOH to activate the AAR. The cells were subjected to ChIP analysis with antibodies specific for H3K4me3. The data are plotted as the ratio to input DNA and are the averages ± standard deviations for at least three samples per experiment. An asterisk (*) denotes a statistically significant difference of p ≤ 0.05 relative to the corresponding DMEM control value for that particular primer set. The box denotes the exon and the annotated TSS of each gene. The grey oval represents the approximate location of CARE sites. The primer sequences used for RT-qPCR are listed in Table 1 . 
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